FIG.1 



A 

AAA ATGGTCCTTCTGTTGATCCTGTCAGTCTTACTTTTGAAAG7VAGATGT 
CCGTGGGAGTGCACAGTCCAGTGAGAGGAGGGTGGTGGCTCACATGCTGG 
GTGACATCATTATTGGAGCTCTCTTTTCTGTTCATCACCAGCCTACTGTG 
GACGAAGTTCATGAGAGGAAGTGTGGGGCAGTCCGTGAACAGTATGGCAT 
TCAGAGAGTGGAGGCCATGCTGCATACCCTGGAAAGGATCAATTCAGACC 
CCACACTCTTGCCCAACATCACACTGGGCTGTGAGATAAGGGATTCCTGC 
TGGCATTCGGCTGTGGCCCTAGAGCAGAGCATTGAGTTCATAAGAGATTC 
CCTCATTTCTTCGGAAGAGGAAGAGGGCTTGGTATGCTCTGTGGATGGCT 
CCTCCTCTTCCTTCCGCTCCAAGAAGCCCATAGTAGGGGTCATTGGGCCT 
GGTTCCAGTTCTTTAGCCATTCAGGTCCAGAATTTGCTCCAGCTTTTCAA 
CATACCTCAGATTGCTTACTCAGCAACCATCATGGATCTGAGTGACAAGA 
CTCTGTTCAAATATTTCATGAGGGTTGTGCCTTCAGATGCTCAGCAGGCA 
AGGTCCATGGTGGACATAGTGAAGAGGTACAACTGGACCTATGTATCAGC 
C GT AC AC ACAGAAGGC AACT AT GGAGAAAGT GGGAT GGAAGCCT T CAAAG 
ATATGTCAGCGAAGGAAGGGATTTGCATCGCCCACTCTTACAAAATCTAC 
AGTAATGCAGGGGAGCAGAGCTTTGATAAGCTGCTGAAGAAGCTCACAAG 
TCACTTGCCCAAGGCCCGGGTGGTGGCCTACTTCTGTGAGGGCATGACGG 
TGAGAGGTCTGCTGATGGCCATGAGGCGCCTGGGTCTAGTGGGAGAATTT 
CTGCTTCTGGGCAGGGAACCAGATGCCATCTTTATTGAGATCTCAAAGAA 
CAGCATCCTATGGGAAGACAGAAGAAAATGCCAAGGTCGCTTCCTTCAGG 
GTTTTGGAGACATATTACACAGAAGTGAGTCCGTGCTGCTGCACATGCCC 
CAGCCTCTGAATCTAGAGCTCAGTTCAGGGCCCATCACTGGACTGAGGGA 
CAGGCTCATC rAATTCTGAGTGGATATTACTCTGCATTATAATGAAGCCA 
ACAGTCATATCTTCTGATGTGGAGATTTGAGAAGCATTTGTATTGGATGT 
GACCGTCAAAATGCGCCCCATATCACTGCAACACCTACAAGTTTTCTTGC 
ATGGGGTGCTCAGACTTTCACCTCTGGCAAGTATTACTGGGAGGTCCATG 
TGGGGGACTCTTGGAATTGGGCTTTCGGTGTTTGTAATAAGTACTGGAAA 
GGGAAGAATCAGAATGGCAATATATATGGAGAGGAGGGACTCTTTAGTCT 
TGGGATTGTTAAGAACGACATTCAGTGCAGTCTCTTTACCACCTCCCCAG 
TTACACTGCAGTATGTCCCAAGACCTACCAACCATGTAGGATTATTCCTG 
GATTGTGAAGCTAGAACTGTGAGCTTCGTTGATGTTAATCAAAGCTCCCC 
TATATACACCATCCCTAATTGCTCCTTCTCACCTCCTCTCAGGCCTATCT 
TTTGCTGTATTCATCTCTGACCAGAGACAAATCAGAAATGTGTTTATCTG 
CTGTGGGAACCCCTTTATCCCATAAAGCCCTCTTCCTTGTGCCTTATCAA 
ACAGGACAAATAGGT T CT GT T TT ATGT C T TGAAT T GOAT T CT AAT GT T AT 
TAAAACTCAT TTAT T GTGTT ACTAT TAAATGTGGT AAAAMCACAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAA 



B 



MVLLLILSVLLLKEDVRGSAQSSERRVVAHMLGDI I IGALFSVHHQPTVDEVHERKCGAV 
REQYGIQRVEAMLHTLERINSDPTLLPNITLGCEIRDSCWHSAVALEQSIEFIRDSLISS 
EEEEGLVCSVDGSSSSFRSKKPIVGVIGPGSSSLAIQVQNLLQLFNIPQIAYSATIMDLS 
DKTLFKYFMRVVPSDAQQARSMVDIVKRYNWTYVSAVHTEGNYGESGMEAFKDMSAKEGI 
CIAHSYKIYSNAGEQSFDKLLKKLTSHLPKARVVAYPCEGMTVRGLLMAMRRLGLVGEFL 
LLGREPDAIFIEISKNSILWEDRRKCQGRFLQGFGDILHRSESVLLHMPQPLNLELSSGP 
ITGLRDRLI 
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ratl-369 
mGluRSM 
huraanl-370 



MVLLLILSVLLLKEDVRGSAQSSERRVVAHMPGDIIIGALFSVHHQPTVDKVHERKCGAV 
MVLLLILSVLLLKEDVRGSAQSSERRWAHMLGDIIIGALFSVHHQPTVDEVHERKCGAV 
MVLLLILSVLLLKEDVRGSAQSSERRWAHMPGDIIIGALFSVHHQPTVDFCVHERKCGAV 



ratl-369 

mGluRSM 

humanl-370 



REQYGIQRVEAMLHTLERINSDPTLLPNITLGCEIRDSCWHSAVALEQSIEFIRDSLISS 
REQYGIQRVEAMLHTLERINSDPTLLPNITLGCEIRDSCWHSAVALEQSIEFIRDSLISS 
REQYGIQRVEAMLHTLERINSDPTLLPNITLGCEIRDSCWHSAVALEQSIEFIRDSLISS 



121 * * 180 

ratl-369 EEEEGLVRCVDGSSS-FRSKKPIVGVIGPGSSSVAIQVQNLLQLFNIPQIAYSATSMDLS 
mGluRSM EEEEGLVCSVDGSSSSFRSKKPIVGVIGPGSSSLAIQVQNLLQLFNIPQIAYSATIMDLS 
humanl-37 0 EEEEGLVRCVDGSSSSFRSKKPIVGVIGPGSSSVAIQVQNLLQLFNIPQIAYSATSMDLS 

181 240 
ratl-3 69 DKTLFKYFMRVVPSDAQQARAMVDIVKRYNWTYVSAVHTEGNYGESGMEAFKDMSAKEGI 
mGluRSM DKTLFKYFMRVVPSDAQQARSMVDIVKRYNWTYVSAVHTEGNYGESGMEAFKDMSAKEGI 
humanl-37 0 DKTLFKYFMRVVPSDAQQARAMVDIVKRYNWTYVSAVHTEGNYGESGMEAFKDMSAKEGI 



241 



300 



ratl-369 
mGluRSM 
humanl-37 0 



CIAHSYKIYSNAGEQSFDKLLKKLRSHLPKARVVACFCEGMTVRGLLMAMRRLGLAGEFL 
CIAHSYKIYSNAGEQSFDKLLKKLTSHLPKARVVAYFCEGMTVRGLLMAMRRLGLVGEFL 
CIAHSYKIYSNAGEQSFDKLLKKLTSHLPKARWACFCEGMTVRGLLMAMRRLGLAGEFL 



301 360 

ratl-369 LLCS DG WADRYDVTDGYQREAVGGI T I KLQS PDVKWFDDYYLKLR— 

mGluRSM LLGREPDAIFIEISKNSILWEDRRKCQGRFL-QGFGDILHRSESVLLHMPQPLNLELSSG 
humanl- 37 0 LLGS DG WADRYDVTDGYQREAVGGI T I KLQS PDVKWFDDYYLKLR— 



361 385 
ratl-369 PETNLRNPWFQEFWQHRFQCRLEGF 

mGluRSM PITGLRD RL— I 

hioman 1 - 370 PETNHRN PWFQE FWQHRFQCRLEGF 



